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1.0 0.9 0.65 * Values in parenthesis correspond to highest resolution shell; a R merge = Σ | I -<I>| /Σ I, where I is the observed intensity and <I> is the averaged intensity from multiple observations; b <I/σI> = averaged ratio of the intensity (I) to the error of the intensity (σI); c R work = Σ | Fobs -Fcal | /Σ | Fobs |, where Fobs and Fcal are the observed and calculated structure factors, respectively; d R free was calculated using a randomly chosen subset (5%) of the reflections not used in refinement. e The Rigaku software CrysAlis Pro does not provide CC value.
Supplemental Table S2 .1 Local DNA parameters of 6MG1.pdb **************************************************************************** 3DNA v2.0 (Date and time: Fri Oct 19 14:30:47 2018) *************************************************************************** .11 **************************************************************************** Structure classification: This is a right-handed nucleic acid structure **************************************************************************** Classification of each dinucleotide step in a right-handed nucleic acid structure: 1.98 **************************************************************************** Global linear helical axis defined by equivalent C1' and RN9/YN1 atom pairs Deviation from regular linear helix: 3.20(0.48) bp disp. angle twist rise Supplemental Table S2 .2 Local DNA parameters of 6MG2.pdb **************************************************************************** 3DNA v2.0 (Date and time: Fri Oct 19 14:28:55 2018) *************************************************************************** 4.24 **************************************************************************** Structure classification: This is a right-handed nucleic acid structure Classification of each dinucleotide step in a right-handed nucleic acid structure: 3.13 **************************************************************************** Global linear helical axis defined by equivalent C1' and RN9/YN1 atom pairs bp disp. ------**************************************************************************** Supplemental Table S2 .3 Local DNA parameters of 6MG3.pdb **************************************************************************** 3DNA v2.0 (Date and time: Fri Oct 19 14:06:33 2018) *************************************************************************** .28 **************************************************************************** Structure classification: This is a right-handed nucleic acid structure Classification of each dinucleotide step in a right-handed nucleic acid structure: A-like; B-like; 3.06 **************************************************************************** Global linear helical axis defined by equivalent C1' and RN9/YN1 atom pairs bp disp. ------**************************************************************************** Supplemental Table S2 .4 Local DNA parameters of 2E42.pdb (for comparison) **************************************************************************** 3DNA v2.0 (Date and time: Thu Apr 9 23:53:26 2009) *************************************************************************** 4.82 **************************************************************************** Structure classification: This is a right-handed nucleic acid structure **************************************************************************** Classification of each dinucleotide step in a right-handed nucleic acid structure: 1.10 B **************************************************************************** Global linear helical axis defined by equivalent C1' and RN9/YN1 atom pairs Deviation from regular linear helix: 3.18(0. ------****************************************************************************
